. The frequency of escape across the X chromosome related to evolutionary strata. We related the positions of escapees to the evolutionary strata and estimate the density of escapees along the X chromosome. The evolutionary strata (S1-S5), as well as pseudoautosomal regions (PAR 1 & 2) at both terminuses of the sex chromosomes, are shown horizontally along the X chromosome. Peaks elucidate the relative frequencies of escapees in different strata. 
Supplementary Figure 2

Supplementary Figure 3
Figure S3. The location of the escape genes that show statistically significant escape profile between CEU and YRI with respect to the evolutionary strata of the X chromosome. Genes that escape in CEU but not in YRI are marked as "*", those without such a mark escape in YRI and CEU. The evolutionary strata (S1-S5) as well as pseudoautosomal regions (PAR 1 & 2) at both terminuses of the sex chromosomes are shown horizontally along the X chromosome.
Supplementary Figure 4
Figure S4. Read coverage across the X chromosome in different samples. We mapped the RNA sequencing reads to the reference genome and calculated the coverage of reads for the target exons in the X chromosome. The target exons were generated based on the coding genes on the X chromosome. a) GSE16921 has a higher fold coverage and breadth of coverage, which indicates a higher sequencing and mapping quality. b) GSE19480 has a medium level of coverage, and some regions have a low level of coverage. Information in the low-coverage regions is ambiguous, and these regions were not considered. c) The majority of GSE25030 had a low breadth of coverage, which was detrimental to the determination of informative biallelic expression. Therefore, reads of GSE25030 and GSE16921 were combined to identify genes that escape inactivation, after mapped to genome separately. 
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